It may seem perplexing that there is any uncertainty in
Australia about the existence of zoonotic tick-associated infections [1] [2] [3] In serological screening of 555 Australian dogs (which act as sentinels for LB in endemic regions), including foxhounds exposed to >160,000 adult I. holocyclus ticks for commercial antiserum Figure 1 . Multidimensional scaling plot (Bray-Curtis dissimilarity analysis) of tick 16S rRNA data from next-generation sequencing, showing that tick species is the main factor influencing microbial composition. Each point on the figure represents an individual tick sample (n = 1276) and tick species is represented by colour. Samples of the same tick species cluster together and therefore share a similar microbial diversity. This was further supported by ANOVA testing (F 16,1260 P < 0.001) where grouping by tick species was the only factor that resulted in a significant difference (P < 0.05) in the microbial diversity between samples (S. Egan, unpublished). Fever groups, and does not belong to the LB complex 22 .
In summary, the microbiomes of Australian ticks comprise diverse genera with similarities to those of ticks in other parts of the world.
To date, no known northern hemisphere bacterial pathogens have been discovered; however, phylogenetic analysis reveals multiple organisms that are related to but distinct from known pathogens overseas, and their zoonotic potential remains unknown. Investigation of disease causation by these organisms, if any, in order to meet Koch's postulates, is largely the direction of our future research.
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